treated with uracil-DNA glycosylase enzymes to greatly reduce the rate of characteristic eastern Siberia with more than 1.0x coverage on analyzed positions by 11-fold (10 samples 168 in our study meet this threshold compared to only one that met this threshold previously 7 ).
169
In addition to the newly reported ancient data, we report new SNP genotyping data for As an independent test, we analyzed rare genetic variants in the complete genome dataset. Neo-Eskimo peoples (Fig. 6b) .
528
The descendants of proto- restricted the analysis to regions in which the Aleut sample had non-missing genotypes (i.e.
591
had at least 2x coverage).
593
Additionally, we assembled two independent SNP datasets: see dataset compositions in
594
Supplementary Inuit individual, Karitiana). Any individual with any of the two |Z|-scores >3 was removed.
628
The dataset pruning procedure is illustrated on PCA plots presented in Fig. 2 recipients of haplotypes at the same time, and only self-copying was forbidden. 
733
The GLOBETROTTER software is able to date no more than two admixture events 30 , and we 734 therefore had to reduce the complexity of original Na-Dene populations that likely 735 experienced more than two major waves of admixture. For that purpose, only a subset of 
1112
Only branching prior to the radiocarbon dates of the samples was allowed. 
